[Sequence\ Sheet 1] 
Sequence No . : 1 
Length of sequence: 582 
Type of sequence: Amino acid 
Topology : 

Class of sequence: Protein 
Sequence 

Met Ser Pro Ala\Pro Ars Pro Ser Ars Cys Leu Leu Leu Pro Leu 
\ 5 10 ,5 

Leu Thr Leu C I y Tlir Ala Leu Ala Ser Leu CI y Ser Ala Cln Ser 
^ 25 30 

Ser Ser Phe Ser Pro^Glu Ala Trp Leu Gin Gin Tyr Gly Tyr Leu 
35 \ 40 45 

Pro Pro Gly Asp Leu Ars Thr His Thr Cln Ars Ser Pro Gin Ser 
50. \ - 55 60 

Leu Ser Ala Ala I I e A \a Ala Met Gin Lys Phe Tyr Gly Leu Gin 
65 \ 70 75 

Val Thr Gly Lys Ala Asp\Ala Asp Thr Net Lys Ala Met Ars Ars 
80 \ 85 90 

Pro Ars Cys Cly V a | Pro X^p Lys Phe Gly Ala Glu Me Lys Ala 
95 \ 100 ,05 

Asn Val Are Ars Lys Ars Tyr\ Ala lie Gin Cly Leu Lys Trp Gin 
HO \ 115 120 

His Asn Clu He Thr Phe Cys \le Cln Asn Tyr Thr Pro Lys Val 
125 \ 130 |35 

Gly Clu Tyr Ala Thr Tyr Clu A l\. Me Ar S Lys Ala Phe Ars Val 
40 \ us |50 

Trp Clu Ser Ala Thr Pro Leu Ar : \phe Ar S Clu Val Pro Tyr Ala 
155 \ |60 i65 
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[Sequence SheeNt 2] 
Sequence No.: A (continued) 

Tyr lie Ars Clu CIA His Clu Ly s Cln Ala Asp Me Mel lie Phe 
I70\ 175 |80 

Phe Ala Clu Cly Phe \ i s Gly Asp Ser Thr Pro Phe Asp Cly Clu 
185 \ |90 l95 

Cly Cly Phe Leu Ala H ik Ala Tyr Phe Pro Cly Pro Asn lie Cly 
200 \ 205 2 10 

Gly Asp Thr His Phe Asp \Ser Ala Clu Pro Trp Thr Va I Ars Asn 
215 \ 220- 225 

Clu Asp Leu Asn Cly Asn A^p lie Phe Leu Va I Ala Va I His Clu 
230 \ 235 240 

Leu Gly His Ala Leu G J y Leu\Glu His -Ser Ser Asp Pro Ser Ala 
245 \ 250 255 

lie Mel Ala Pro Phe Tyr Cln ^r P Met Asp. Thr Clu Asn Phe Val 
260 \ 265 270 

Leu Pro Asp Asp Asp Arg Are C^y lie Gin Cln Leu Tyr Cly Gly 
275 \ 280 285 

Glu Ser Gly Phe Pro Thr Lys Het\ Pro Pro Gin Pro Arg Thr Thr 
290 \ 295 300, 

Ser Arg Pro Ser Val Pro Asp Lys \ro Lys Asn Pro Thr Tyr Gly 
305 \ 310 315 

Pro Asn lie Cys Asp Cly Asn Phe Asd Thr Val Ala Mel Leu Arg 
320 \ 325 330 

Gly Clu Met Phe Val" Phe Lys Lys A r s\ T r p Phe Tr P Ar S Val Ars 
335 \34 0 345 

Asn Asn Gin Val Met Asp Cly Tyr Pro Ael Pro lie Cly Cln Phe 
350 35\5 360 

Trp Ar; Cly Leu. Pro Ala Ser lie Asn T I) r\ Ala Tyr Clu Ar; Lys 
365 370 \ 375 
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[Sequence Sheet \ 3 ] 
Sequence No.: 1 Icontinued) 

Asp Cly Lys Phe Val p\ie Phe Lys Gly Asp Lys His Trp Va I Phe 
380 \ 385 390 

Asp CIu Ala Ser Leu C I u\ Pro Cly Tyr Pro Lys His Me Lys Ciu 
395 \ a00 405 

Leu Cly Arg Cly Leu Pro \hr Asp Lys lie Asp Ala Ala Leu Phe 
4 ' 0 \ 4 15 420 

Trp Mel Pro Asm Cly Lys T A r Tyr Phe Phe Ar; Cly Asn Lys Tyr 
425 \ 430 435 

Tyr Ar- Phe Asn CIu CIu Leu\ Ars Ala Ya 1 Asp Ser CIu Tyr Pro 
440 \ 445 450 

Lys Asn Me Lys Va I Trp CIu 1 1 y Me Pro CIu Ser Pro Arg Cly 
455 \ 460 465 

Ser Phe Met Cly Ser Asp CIu vVi i Phe Thr Tyr Phe Tyr Lys Cly 
470 1 475 480 

Asn Lys Tyr Trp Lys Phe Asn Asjn -Gin Lys Leu Lys Va I CIu Pro 
485 | 490 495 

Cly Tyr Pro Lys Ser Ala Leu Ar;\ Asp Trp Met Cly Cys Pro Ser 
500 \ 505 510 

Cly Cly Arg Pro Asp CIu Cly Thr |p I u CIu CIu Thr CIu Va I Jle 
5'5 \ 520 525 

Me Me CIu Val Asp CIu CIu Cly c\l y Cly Ala Va I Ser Ala Ala 
530 \ 535 S40 

Ala Val Val Leu Pro Val Leu Leu Le^ Leu Leu Val Leu Ala Val 
545 1 550 555 

Cly Leu Ala Val Phe Phe Phe Ar S Ar^His Cly Thr Pro Ar- Ars 
560 VS65 570 

Leu Leu Tyr Cys C I n Arg Ser Leu Leu \sp Lys Val 
575 SS0 
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[Sequence Sh&et 4] 

Sequence No . :1 2 

Length of sequence: 3403 

Type of sequence: Nucleic acid 

Number of cha;.n: Double strand 

Topology: Linear 

Class of sequence: cDNA to mRNA 



Origin : 
Species : Human 



Tissue: Placenta 
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[Sequence Shetet 5] 
Sequence No . : \2 (continued) 



ACTTCACTCCCTACC CaVcaCAAACGCCCC CCCACCCACTCCCCG TCCCACCCCACCCCC 



60 



TCCGCCCCCCCCCCC ACC^CACTCCCCCC CTCACCCCCTCCTCT CCCACCATCTCTCCC 

MetSerPro 

CCCCCAAGACCCTCC CCTTctWcTC CCCCTGCTCACCCTC CGCACCGCCCTCCCC 
AlaProArgProSer ArgCyslVuLeuLeu ProLeuleuThrLeu GlyThrAI aLeuAla 

TCCCTCGGCTCCGCC CAAAGCAGQAGCTTC AGCCCCGAACCCTCC CTACACCAATATCCC 
SerLeuGIySerAIa ClnSerSer^erPhe SerProGluAlaTrp LeuG I nC . nTyrC ly 



TACCTGCCTCCCGGG GACCTACGTAcW ACACAGCGCTCACCC CAGTCACTCTCACCG 
TyrLeuProProG.y AspLeuArgThk s ThrGlnArgSerPro ClnSerLeuSerA.a 

30 \ Co 

CCCATCGCTGCCATG CAGAAGTTTTACcVc TTGCAACTAACAGGC AAAGCTGATGCAGAC 
A.alleAlaAlaMet Gi nLysPheTyrGll LeuClnVa.^rCy LysA 1 aAspA 1 aAsp 

ACCATGMGCCCATC ACCCCCCCCCCATcA GGTGTTCCAGACMC TTTGGGGCTGAGATC 
ThrMelLysAlaMct ArgArgProArgCys \ciyVa. ProAspLys PheC I yA I aC I u I I e 

AACGCCAATCTTCGA ACCAAGCGCTACCCC aWaGCCTCTCAAA TGGCAACATAATGAA 
LysAlaAsnVa.Arg A rgLy sA rgTy r A I a lleClnClyLeuLys TrpG I nHi sAsnG I u 

^^ C Tr TGC M C r CAGAATTACACCCCC AAaCTGGGCGAGTAT GCCACATACGAGGCC 
HeThrPheCysne ClnAsnTyrThrPro Lysjta I GlyCI uTy r A I aThrTy rG I u A I a 

ATTCGCAAGCCCTTC CCCGTGTGCCAGACT CCCaLcaCTGCGC TTCCCCCaCCTCCCC 
HeArgLysAlaPhe ArgValTrpC.uScr A . aThkoLeuArg PheA.-gG . uV a , Pro 

tatgcctacatccgt gacgcccatgagaac caggccgXcatcatc atcttctttcccgag 

TyrAlaTyrlleArg C . uGl yH i sG h.Lys G I nA I aAs\ll eMe t 1 1 cPhePheA I aG I u 



120 



180 



240 



300 



360 



420 



480 



540 



600 



660 
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[Sequence Sneet 6] 
Sequence No . \ 2 (continued) 



m 
CO 

--4 
W 

o 

u 
W 

S3 

a 



GCCTTCCATGGCGAC AcWcCCCTTCGAT GGTGACGGCGGCTTC CTGCCCCATGCCTAC 
GlyPheHisClyAsp SerthrProPheAsp GlyGluGIyGlyPhe LeuA 1 aHi sA I aTyr 
/<S ^ '*P /9£" j^ro 

TTCCCAGGGCCCAAC ATTGGAGGAGACACC CACTTTGACTCTGCC GAGCCTTGGACTGTC 
PheProGlyProAsn I leGlyalyAspThr HisPheAspSerAl a GluProTrpThrVal 

>D S jL/^~ xxo 

AGGAATGAGGATCTG AATGGAAAyGACATC TTCCTGGTG GCTGTG CACGAGCTGGGCCAT 
ArgAsnG I uAspLeu AsnGlyAsAAspI 1 e PheLeuVa 1 A I aVa 1 Hi sG 1 uLeuG lyH i s 

GCCCTGGGGCTCGAG CATTCCAGTQACCCC TCGGCCATCATGGCA CCCTTTTACCAGTGG 
AlaLeuGlyLeuGlu Hi sSerSerAWro SerAlalleMetA! a ProPheTyrG 1 nTro 

ATG G AC AC G GAG AAT. TTTGTGCTTCCcVaT GATGACCGCCGGGGC ATCCAGCAACTTTAT 
MetAspThrGluAsn PheValLeuProAW AspAspArgArgGly 1 1 eGI nGlnLeuTyr 

GGGGGTGAGTCAGGG TTCCCCACCAAGATfc CCCCCTCAACCCAGG ACTACCTCCCGGCCT 
GlyGlyGluSerGly PheProThrLys.Met\ ProProGlnProArg ThrThrSerArgPro 

TCTGTTCCTGATAAA CCCAAAAACCCCACC WgGGCCCAACATC TGTGACGGGAACTTT 
SerValProAspLys ProLysAsnProThr TVrGlyProAsnl 1 e CysAspG lyAsnPhe 

G ACACCGTG GCCATG CTCCGACGGGAGATG tAtCTTCAAGAAG CGCTGGTTCTGGCGG 
AspThrValAIaMet LeuArgClyGluMet Phe.WheLysLys ArgTrpPheTrpArg 

GTGAGGAATAACCAA GTGATGGATGGATAC CCAATSCCCATTCGC CAGTTCTGGCGGGGC 
Va lArgAsnAsnC I n Va WetAspG I yTyr ProMeAroI I eGI y G ! nPheTrpArgG 1 y 

CTGCCTCCCTCCATC AACACTCCCTACGAG AGGAAGGaVgGCAAA TTCGTCTTCTTCAAA 
LeuProAlaSerlle AsnThrAl aTyrG 1 u ArgLysAsptlyLys PheVa 1 PhePheLvs 

J>$~ \ 

GGAGACAAGCATTGG GTGTTTCATGAGGCG TCCCTCCAACdtTGGC TACCCCAAGCACATT 
GlyAspLysHisTrp Va i PheAspG I uA I a Se. LeuGluP. kly TyrProLysH i si I e 

~* D< ~ \ «<rv 



720 



780 



840 



900 



960 



1020 



1080 



1140 



1200 



1260 



1320 
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[Sequence SheW 7] 
Sequence No . : V (continued) 



£3 

m 

CO 

y 

;:: 

u 
o 

W 
C3 
C3 



AACGACCTCCCCCCA CCCGTCCCTaCCCaC AACaTTCaTCCTCCT CTCTTCTCCaTCCCC 1380 

LysG I uLeuC I yArg C I ylVuPi oThrAsp Lys I I eAspAl aAl a LeuPheTrpMetPro 
<tD$r K/k <A±o 

AATGCAAACACCTAC TrCTTOCCTCCAAAC AACTACTACCGTTTC AACCAACACCTCACC 1440 
AsnGlyLysTh.Tyr PhePheAygC 1 yAsn LysTyrTy rArgPhe AsnG I uG I uLeuArg 

CCAGTCCATACCCAG TACCCCAA^ACATC AAAGTCTGCCAACGC ATCCCTGAGTCTCCC 1500 
AlaValAspSei Clu Ty rProLysAsnl Ic LysVa I TrpCI uGl y 1 1 eProG 1 uSerPro 

AGAGGGTCATTCATC CCCACCCATGaVgTC TTCACTTACTTCTAC AACGCGAACAAATAC 1560 
ArgGIySerPheMet C I ySe. AspC I u\Va I PheTh.TyrPheTyr LysC I yAsnLysTyr 

TCGAAATTCAACAAC CACAAGCTCAAGcYa GAACCGGGCTACCCC AACTCACCCCTGAGG 1620 
TrpLysPheAsnAsn C I nLysLeuLysV a \ G I uProG I yTyrPro LysSerA I aLeuArg 

GACTCCATGCCCTCC CCATCCGCAGCCCGc\ CCGCATGAGGGGACT GAGGAGGAGACGGAG 1680 
AspTrpMe t G ! yCys P roSe rC I yC I yArg WoAspG 1 uGl yThr G I uG 1 uG 1 uThrG 1 u 

GTGATCATCATTCAG CTCCACGAGGACGGC CECCGCCCGGTGAGC CCCGCTCCCCTGGTG 1740 

Val I lei Iel leClu Va I AspC I uG I uC I y G lyC 1 yAl a Va I Ser A I aA I aA 1 aVal Val 

•jT-xS~ JTJo K^r $olo 

CTGCCCGTCCTGCTC CTGCTCCTCCTGCTC CCcViCCCCCTTCCA GTCTTCTTCTTCAGA 1800 
LeuProVa I LeuLeu LeuLeuLeuVa I Leu A I aVja I G I yLeuAI a Va 1 PhePhePheArj? 

& Stt sr^o 

CGCCATCGGACCCCC ACGCCACTCCTCTAC TCCCAOCGTTCCCTG CTGGACAAGGTCTGA 1860 
ArgHi sGlyThi Pro ArgAigLeuLeuTyr CysC I nArgSerLeu LeuAspLysVal 

CGCCCATCCCCCCGC CCCCCCACTCCTACC ACAAGCAcYjTCCCT CTGAAGCCCAGTCCC 1920 



ACCACGTCGTCCTGC CTCCCCTCCTCCCAT CCTCCCCaGCCCCCT CCCCCCAGCCTCCTT 1980 
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[Sequence Shfeet 8] 
Sequence No.:\2 (continued) 



CCTTCTCTCTCTCCC CTtScCTCCCCTCCTT CACCCTCACCCCCTC CCTCCCTCCTCCCCC 



2040 



CGCATTCCATCTTCC CTaCaVaCGTCCCCT CACCCCTCACTCCCA CCCCGCCCCTTTCCA 21 



00 



CCCTCTGCCCCTCAG CGCAACC<\tCTACCT TTGTGTCTCTCCACC CCCATCTCAATCTGT 2160 



TGGCGGCTCTCCACT TGAAGGCACGftCCCT CAGACCTCGCTGCTA AAGCTCAAATGCCGT 



2220 



catctcctccttttc catcccctcacaYac CTTAAGCTCTCAACT CTCACCTCACGACCC 



2280 



TCTGGGGAACTCCAG GCCTCAAAGCCcdc GTGTACCCAATTGGC ACCCTCTCACTACTC 2340 



TTTCTGGCTAAAAGG AATCTAATCTTGTTG \aGGGTAGAGACCCTG ACACAGTCTCAGCGG 



2400 



GTGGGGACTCCCAAG CCACCCTAAGACCTT cicACGAAAACTCAG AGAGCGTCTTCCTTG 2460 
CTCAGTCAGTCAACT TCCTCGGAGATCTTC CTckcCTCACCTAC CCCACGCAACTTCCA 2520 



ACGAAGGAGCCTGAG CC ACTG G G G ACTA A G TCCCCa\aaGAAACC CTTGCCAGCCCTGTC 



2580 



CCTCTCGAATGTTAG CCTTGGATGGGGCTT TCACAGTTa\aaGAG CTGAAACCACCCCTC 2640 
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[Sequence Sh&et 9] 
Sequence No.:\2 (continued) 



CACCTCTCACCTACC cicCCCCCCCTCGGA CACCCCCCCCTCACA CCCCTCCCCCTCACC 2700 



CTTAACCCCACACAC AAA&AACCTTGCCCA AACTCACCCAGCTCC CCCTGAGCCCCAAAC 



2760 



CCACAACACCCAGAC CCCCdfCGAGGCCAC CAAAAAGGAAAATGA CCACGTGCAGCAGCA 2820 



TTCCAACCCTCCCCC CCCCCAcVxACGTTA AAGCTAACACCGGCC CATCACCCTCCCCTT 



2880 



CTGGAGCTCTCACCA AGCCCCCTltoGGAAC CCACACTTGCTCCTC TTGGTCCCTGTCCTT 



2940 



GCTGCCCAGGCACGC TGGAGGGGAAffGGTA CGCCAGCCAGAGAAA GCAGCAGACAAGGCA 



3000 



CACAAACGAGGAATC AGGGGCTTCACGAGA GGCCACAGGGGCTGG CTGGCCACCCTCTCC 3060 

CCGCCTGCTCACCAT CTCAGTGAGCGACaIe GACCTCCGCCTCCTT AGGCTGGGTCCACGC 3120 

TTCCCTGGTCCCACC ACCCCTCAAGCCTGT WaCCACTGGCCTC CCCTCTCGCTCCCCC 3180 

ACCCAGCCCACCCAT TGAACTCTCCTTGGG tJcCAAACCTGGGCA TGGTACCGGGGACTT 3240 



CGGAGAGTCAGACCC AGTCCACCCACCAAG ACGXgaCCGATGTCG GGGCGTGCGGCACGG 



3300 



ctaccccaaatcccc tcaaccctcctggca cttccVctagatttc TGTCTTGTTTGTT 



TT 3360 



TTTGTTTTCTTTAAT CTATATTrTTArrAT AA1TATt\taTAT 
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[Sequence Slieet 10] 
Sequence No. 1 3 
Length of sequence: 7 
Type of sequence: Amino acid 
Topology : LineWr 
Class of sequence: Peptide 
Fragment type: intermediate fragment 
Sequence 

Pro Arg Cys G^y Val Pro Asp 
1 \ 5 

[Sequence Sheet ll\ 
Sequence No . : 4 
Length of sequence:! 9 
Type of sequence: An\ino acid 
Topology : Linear 
Class of sequence: Peptide 
Fragment type: Intermediate fragment 
Sequence 

Gly Asp Ala His Ph^ Asp Asp Asp Glu 
1 5 



[Sequence Sheet 12] 
Sequence No . : 5 
Length of sequence: 20 
Type of sequence: Nucleic Acid 
Number of chain: Double strknd 
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Topology: Iiinear 

Class of sequence: Other nucleic acid, synthetic DNA 
Sequence 

CC(C/A) (C/A)^(G/A/C)TG(T/C) (C/G ) G (G/A/C ) (G/A) (A/T) (G/C/T) CC 
(T/A) GA 

[Sequence Shed[t 13] 
Sequence No . : 
Length of sequence: 25 
Type of sequenced Nucleic acid 
Number of chain: \Double strand 
Topology : Linear 

Class of sequence :\ Other nucleic acid, synthetic DNA 
Sequence 

(T/C)TC(G/A)T(G/C) (^/A/C ) TC (G/A) TC (G/A) AA (G/A) TG (G/A) (G/A) 
(C/A/T) (G/A) TC (T/C) 



[Sequence Sheet 14] 
Sequence No . : 7 
Length of sequence: 2' 
Type of sequence: Amin<\ acid 
Topology: Linear 
Class of sequence: Peptide 
Fragment type: Intermediate fragment 
Sequence 
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Gly Gly Gly\ Ala Val Ser Ala Ala Ala Val 

5 10 
Val Leu Pro \Val Leu Leu Leu Leu Leu Val 



15 



20 



Leu Ala Val GS^y Leu Ala Val Phe Phe Phe 

25 

[Sequence Sheet 15 
Sequence No . : 
Length of sequence: \l4 
Type of sequence: Ami^no acid 
Topology: Linear 
Class of sequence: Peptide 
Sequence 

Arg Glu Val Pro Ty^ Ala Tyr He Arg Glu 

1 5 1 10 

Gly His Glu Lys 



[Sequence Sheet 16] 
Sequence No . : 9 
Length of sequence : 14 
Type of sequence: Amino ad[id 
Topology : Linear 
Class of sequence: Peptide 
Sequence 
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Asp Gly Asn \Phe Asp Thr Val Ala Met Leu 

1 \ 5 10 

Arg Gly Glu Mpt 



[Sequence Sheet 1\7] 
Sequence No . : 10 
Length of sequence^ 15 
Type of sequence : ^mino acid 
Topology : Linear 
Class of sequence: peptide 
Sequence 

Pro Lys Ser Ala i^eu Arg Asp Trp Met Gly 

1 15 10 

Cys Pro Ser Gly G^Ly 

11 
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